
ATTACHMENT A 

Amino Acid Sequences of the Variable Domains of Bevacizumab 



Variable Heavy 

A-4.6.1 EIQLvrSSGPEr;K~PGETVISC~S~Q~G~GL~G 
* l l * * tt*. I * t 

F (ah) -12 &QAPGKGLEWVG EvQU’ESGGGLVQP GGSLRLSC AkSm 
l ** * * * 

humIII EVQtvrrSGGG~VQPOOSZlRLSCAASGFTFSSYAMSlJVRQAPG#G~WVS 
1. 10 20 30 40 

A.4.6.1 ~YFDVWGAGTTVTVSS 

F(d) -12 ~YYGSsH~G;GT:VTYSS 

hum111 a 
I 

----------FDYkfGQGTLVTVSS 
110 

Yariable Light 
A.4.6.1 DXQHTQTTSSLSASLGDRVIISC BSNYLNWYQQKF'DGT!WLIY 

+c l I) * **t+ 

F (ab) -12 DIQMTQ$PSSLSAsVGDRVTrTCSbSPpISNY~~Y~~GK~~~~Y 
* * f: * 

humKI DIQMtQSFSSLSASVGDRvTITCRAsasxsNYLAwvQa?~LL~Y 
2 10 20 30 40 

A-4.6.1 ~GVPSRFSGSGSGTDYSLTlSNZEPEDIATYYCQQJ3TVE?fTpF 
*-* l l * 

F lab) -12 ~TSSLH~GVPSROSGSGSGTD~~LTISSLQPEDFATYYCP~XSTY~. 
l * It **tit 

humK1 AASSLESGVPSRFSGSGSGTDPTLTISSLQPEDFATYYCQQYNSLPWTF 
50 60 70 a0 90 

A.4.6.1 GGGTKLE IKR 
* * 

Flab) -12 GQGTKVEXKR 

hunKI GQCTKWIKR 
100 

Fig. 1. Amino acid sequence of variabk heavy and light domains of muMAbVl3GP 
A.4.6.1, huwized F(ab) with optimal VEGF binding [F{ah)-12) wl human cotlscn~~ 
fm¶leWOrks (hmdf1, heavy sub@oup Iw, htutd, right K Subgroup 0. perish, diffar- 
ewes between humanized F(ab)-12 and the murine MAb or between flab>12 and the 
hman fianwwork.CDRs are underlined. 


